Supplementary file S3: Full list of domain annotations
N-terminus

All domains other than highlighted in yellow or gray (UNK) were included in the OTHER category.

Annotation #paralogs  #orthologs
Ascomycetes

AA_PERMEASE HELO-LIKE 1 1
ACETYLTRANSF HELO-LIKE 1 1
ALDO_KET_RED SESB-LIKE 1 1
AMIDOHYDRO GOODBYE-LIKE 1 1
AMIDOHYDRO HELO-LIKE 1 1
AMINO_OXIDASE HELO-LIKE 1 1
ANK SESB-LIKE 1 1
ARF SESB-LIKE 1 1
ASP HET 1 1
ASPZINCIN_M35 1 0.666667
CU-OXIDASE HELO-LIKE 1 1
CVNH 1 1
CVNH PNP_UDP 1 1
DAO HELO-LIKE 1 1
DAO PNP_UDP 1 0.666667
DCMP_CYT_DEAM SESB-LIKE 1 1
DDE HET 1 0.5
DUF2841 1 1
DUF3435 PNP_UDP 1 0.25
DUF3632 GOODBYE-LIKE 1 0.333333
EXO_ENDO_PHOS 1 1
FAD_BINDING BBE 1 1
FAD_BINDING BBE HELO-LIKE 1 1
FRUCTOSAMIN_KIN SESB-LIKE 1 0.666667
FUNGAL_TRANS SESB-LIKE 1 1
GLYCO_HYDRO HELO-LIKE 1 1
GLYCO_HYDRO PNP_UDP 1 1
GLYCO_HYDRO_N GLYCO_HYDRO

GLYCO_HYDRO_C BGAL_SMALL_N

PNP_UDP 1 1
GOODBYE-LIKE 75 598.25

HELO 26 39.3333
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Nucleotide Binding Domain

All domains other than highlighted in yellow or gray (UNK) were included in the OTHER category.
In a few cases marked with an asterisk (*) incorrect annotations were assigned due to overstretched
domain boundaries. These errors were corrected manually for the association diagrams only.

Annotation #paralogs  #orthologs
Ascomycetes
AAA 33 62.5
*ANK 2 1.5
ARCH_ATPASE 1 1
CDC37_M 1 1
KAP_NTPASE 3 2.33333
NACHT 80 1884.67
*NACHT zz 1 1
NB-ARC 76 445.333
*NB-ARC TPR 2 1.33333
*PFD-LIKE NB-ARC 1 1
*TPR 2 2
UNK 79 966.333
Basidiomycetes
AAA 7 13.5
NACHT 20 891.5
*NACHT ANK 1 0.5
NB-ARC 13 121
UNK 20 277

*WD40 1 1



C-terminus

All domains other than highlighted in pale orange (ANK), pale yellow (WD40), pale green (TPR) or
gray (UNK) were included in the OTHER category. Note that unlike the case of N-terminus and NBD,
C-terminal domains were assigned the three main repeat categories also when the repeat annotation was
accompanied by hits from other non-repeat signatures. In this table an asterisk (*) marks C-terminal
domain architectures consisting of repeats from two categories.

Annotation #orthologs #paralogs
Ascomycetes
3HCDH_N 3HCDH 1 1
AA_TRANS 1 1
ACATN 1 1
ALPHA_KINASE 1 1
AMINOTRAN 2 2
ANK 76 920.083
ANK AA_PERMEASE 1 1
ANK ADH_SHORT 1 1
ANK CORA 1 1
ANK DUF3669 1 1
ANK EXO_ENDO_PHOS RVT 1 1
ANK F-BOX-LIKE 1 1
ANK GFA 1 1
ANK GLYCO_TRANSF 2 2
ANK HELO 1 1
ANK HET 1 1
ANK METHYLTRANSF 1 1
ANK MFS 1 1
ANK MULE 1 1
ANK PIF1 1 1
ANK PKINASE 8 9
ANK RVT 1 1
ANK SPRY 7 13.3333
*ANK WD40 4 4
ANK ZzZ 1 1
ARID 1 0.333333
BETA-LACTAMASE 1 0.333333
CDC37_C 1 1
DDE_TNP 1 1
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